Structural and sequence aligment of colicins A,B,N (A) Superposition by the GESAMT secondary structure matching algorithm (E. Krissinel (2012) , Enhanced Fold Recognition using Efficient Short Fragment Clustering, J. Mol. Biochem., 1(2) 76-85.), Colicin N 1A87 ( green), colicin A 1Col (yellow) and colicin B 1RH1 (blue). The RMSD's are 0.87, 0.55 and 0.75 Å respectively. (B) Sequence alignment using Clustal (Larkin et al . (2007) Clustal W and clustal X version 2.0, Bioinformatics 23, 2947-2948.) of C-termini of the three colicins. Region used for RMSD calculations is shown in yellow. 
